ABSTRACT Bee pollen is a highly nutritive natural foodstuff. Because of its use as a comestible, the association of bacteria with bee pollen is commercially and biologically important. We report here the bacterial diversity of seven bee pollen samples (five from Europe, one from Chile, and one from Mexico) based on 16S rRNA gene amplicon metagenome sequencing.
2.12 (8, 9) , with 97% identity. Bioinformatic analysis was carried out using Geneious software version 9.
Based on the amplicon analysis, the most prevalent phylum in all samples was the Cyanobacteria, with a relative abundance of 50% to 76%. The relative abundances of other phyla were 12% to 28% for Proteobacteria, 1% to 3% for Thermotogae, and 1% to 37% for Firmicutes. Bacterial orders with a relative abundance of greater than 1% were as follows: in the sample from Chile, Rhodobacterales (10%), Rhodospirillales (8%), Rickettsiales (1%), Lactobacillales (2%), and Petrotogales (1%); in the sample from Mexico, Rhodospirillales (5%), Rhodobacterales (4%), Rickettsiales (2%), Pseudomonadales (1%), Lactobacillales (10%), and Petrotogales (2%); and in the samples from Europe, Lactobacillales (4% to 37%), Rhodobacterales (6% to 18%), Rhodospirillales (3% to 8%), Pseudomonadales (1% to 3%), Petrotogales (1% to 3%), and Rickettsiales (1% to 2%).
These results extend our knowledge of the diversity of bacteria associated with bee pollen and may be useful in developing procedures for microbial control during pollen production.
Accession number(s). The sequences obtained in the present study were deposited in the Sequence Read Archive (SRA) via the National Center for Biotechnology Information (NCBI) under the numbers SRP132301 (Chilean sample), SRP132302 (Mexican sample), and SRP132303 (European samples, SRX3654272, SRX3655212, SRX3655293, SRX3655335, and SRX3655336).
